In the original article, there was an error in the formatting of Table 1 .
This has been corrected and the corrected table appears below. Note: In total, 25 000 SNPs and 10 000 indels were simulated across a genomic space of 100 000 GBS fragments. A total of 60 002 165 single-end reads were simulated for a population of 25 individuals (average of 2.4 million reads per genotype), with a sequencing error rate of 1.1%. See Supplementary Table S1 
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